TAAA i APADDKFTS^E AAFNKAIKES7GGAYDTYKCIPSLEAAVKQAYAA 



151 



160 



1SQ 



200 



TVAAAPQVKYAVFEAALTKAITAMSEVQK'n/SQPATGAATVAAGAATTAAG 



201 



220 



220 



24Q 



250 



AAS G AATVAA G G Y KV 



(SEQ ID NO 87) 



251 



250 



255 



Please amend the paragraph on page 9, lines 1-9 as follows: 

In this context, PM1 denotes point mutation 1 and has the following sequence (the 
amino acids which are replaced as compared with Phi p 5b are printed in bold): 

ADAGYAPATPAAAGAAAGKATTEEQKL1EDIDVGFKAAVAAAASVPAALA 
1 10 2Q 30 40 50 

FKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSFV 
51 60 7Q SO 90 1Q0 

ASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 

101 110 120 130 140 15G 

TAAATAPADDKFTVFEAAFNKAIKESTGGAYDTYKCIPSLEAAVKQAYAA 

151 160 170 iaa ISO 2aa 

TV AAA P Q VKY A VF EAA LTKA 1TAM S E\/Q KVS Q P ATG AATVAAG AATTAAG 
2G1 210 220 230 240 250 

AASGAATVAAGGYKV (SEQ ID NO S3) 
251 250 255 

Please amend the paragraphs beginning on page 9, line 10 through page 10, line 16 
as follows: 

The other particularly preferred peptides have the following sequences: 



» L , K — > A) : 

ADAGYAPATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAALA 
1 10 20 30 40 50 

FKTF EAAFTS S S KAAAAKAP G LVP KLD AA YS VA YKAA VGATP EAKFDSFV 
51 60 70 aa go 1Q0 

AS LTEALRVIA GALEVHAVKP VTEEP G MAKI P AG ELQ t ! D Kl DAAF'KVAA 

101 110 120 130 140 150 

TAAATAP AD D KFTVF EAAFN KAi KESTGGAYDTYKC IP S LEAAVKQAYAA 
151 160 170 iaa iso zoo 

7VAAAP Q VKY A VF EAA LTKA ITAM S EVQ KVS Q P ATGAATVAA G AATTAAG 
201 210 220 230 240 250 

AASGAATVAAGGYKV (SEQ ID NO 89.} 
251 260 2S5 

PM3 (A 13 C) : 

ADAG YAPATP AAC GAAAG KATTEEQ KLI ED I NVGFKAAVAAAASVP AADK 
1 10 20 30 40 50 

FKTF BAAfTSSS KAAAAKAP G LVP KLDAAYSVAYKAA VGATP EAKFDSFV 
51 sa 70 ao go iqo 

ASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQIIDKIDAAFKVAA 

1 °1 HQ 120 130 140 150 

TAAATAP AD D KFTVFEAAFN KAI KESTGGAYDTYKC ! P S LEAAVKQAYAA 

151 160 170 130 190 200 

WAAAPQVKYAVFEAALTKAITAMSEVQKVSQPATGAAWAAGAATTAAG 
201 21 Q 220 230 240 250 

AASGAATVAAGGYKV (seq id NO 90) 
251 250 255 



ADAGYAFAT? AAA GAAAGKATTEEQKL1ED I NVGFKAAVAAAASVP AALA 
1 1C 20 30 40 so 



GELQIIDKIDAAFKVAATAAATAPADDKFTVFEAAFNKA1KESTGGAYDTYK 
51 60 7G 30 SO 1CG 

CIPSLEAAVKCL4YAATVAAAPQVKYAVF 

1C3 110 , 120 12Q 14Q 15G 

AATV AA G AATT AA G AA S G AATV AA G G Y KV (SEQ ID NO 91) 
154 160 170 iao 



DM 2 (A F 31 - G 173 , D' 9 - L , K 5 ° - ' A) : 



ADAGYAPATPAAAGAAAGKATTEEQKL1EDINVGFKAAVAAAASVPAALA 
1 10 20 30 40 50 

GAYDTYKCIFSLEAAVKCL^YAATVAAAPQVKYAVFEAALTKAITAMSEVQK 
51 60 70 30 90 100 

VSQPATGAA7VAAGAATTAAGAASGAATVAAGGYKV CsE Q ID NO 92) 
102 110 120 130 137 



Please amend the paragraph on page 11, lines 2 through lines 12 as follows: 
This sequence corresponds to that of DM2 where, however, the amino acids of 

positions 179-217 of the starting peptide Phi p 5b additionally exhibit an altered sequence 

and all ihe subsequent amino acids are missing. 

CM. 3 (A A" 54 - T 17 \ A 220 -> T) : 

ADAGYAPATPAAAGAAAGKATTEEQKLIEDINVGFKAAVAAAASVPAADK 
1 10 20 30 40 50 

FKTFEAAFTSSSKAAAAKAPGLVPKLDAAYSVAYKAAVGATPEAKFDSPy 
51 60 70 30 90 100 
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ASLTEALRVIAGALEVHAVKPVTEEPGMAKIPAGELQI1DK1DAAFKVAA 

101 11Q 120 130 140 150 

TAA G G AY DTY KC I P S LEAA VKQA Y AATVAAAP Q VKY AVFEAA LTKTITAM S 

151 150 170 130 19Q 2C0 

EVQ KVS Q P ATGAATVAAG AATTAAG AAS GAATVAAG G YKV (SEQ ID MO 93) 

2G2 210 220 230 240 



Please amend the paragraph on page 28, lines 3 through lines 48 as follows: 



Tab. 1: 


Dodecapepti 


1 


A0AGYAPA7F AA 


2 


G YAP ATP AAA GA 


3 


PATPAAAGAAAG 


4 


PAAAGAAAGKAT 


5 


AGAAAG KATTEH 


5 


AAG KATTEEG KL 


7 


KATTEEGKLIEQ 


a - 


TEEQKLIEOINV 


9 


QKUEQINVGFK 


10 


lEDtNVGFKAAV 


11 


1NVGFKAAVAAA 


12 


GFKAAVAAAASV 


13 


AAVAAAASVPAA 


14 


AAAASVPAADKF 


15 


ASVPAADKFKTF 


15 


PAADKrKTFEAA 


17 


D KFKTr EAAFTS 


13 


KTFEAAFTSSSK 


19 


EAAFTSSSKAAA 


20 


FTSSSKAAAAKA 


21 


SSKAAAAKAPGL 


22 


AAAAKAPGLVPK 


23 


AKAPGLVPKLDA 


24 


P G L VP KLD AA. Y S 


25 


VPKLDAAYSVAY 


25 


LDAAYSVAYKAA 


27 


AYS V A Y KAA VGA 


23 


VAYKAAVGATPE 


29 


KAA VGA TP EAKF 


2Q 


VGA TP EAKFOSF 


31 


TP EA KFC S FVA S 


32 


AKFOSFVASLTE 


33 


DSFVASLTEALR 


34 


VAS L7HALRVIA 


25 


LTHAURVIAGAL 


26 


ALRV1AGALEVH 


37 


VIAGALEVKAVK 


33 


GALEVHAVKPV7 


39 


EVKAVKPVT5E? 


40 


AVKPVTEEPGMA 


4: 


PVTEEPGMAXIP 


42 


EEPGMAKiPAGE 


43 


G.MAKIPAGELGl 



(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
( SEQ ID 
( SEQ ID 
( SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
( SEQ ID 
(SEQ ID 
(SEQ ID 
: SEQ ID 
I SEQ ID 
( SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
(SEQ ID 
( SEQ ID 
( SEQ ID 
( SEQ ID 
(SEQ [D 
i SEQ ID 
iSEO ID 
i SEQ ID 
! SEQ ID 
(SEQ ID 



NO I) 
NO 2) 
NO 3) 
NO 4) 
NO 5) 
NO 6) 
NO 7) 
NO 8) 
NO 9) 
NO 10 
NO 11 
NO 12 
NO 13 
NO 14 
NO 15 
NO 16 
NO 17 
NO 13 
NO 19 
NO 20 
NO 21 
NO 22 
NO 23 
NO 24 
NO 25 
NO 26 
NO 27 
NO 2S 
NO 29 
NO 30 
NO 31 
NO 32 
NO 33 
NO 34 
NO 35 
NO 36 
NO 37 
NO 38 
NO 39 
NO 40 
NO 41 
NO 42 
NO 43 



A A 


K1PAGELQIIDK 


45 


A(jcLUIIDKIDA 


46 


LCJ ( t U }\ I u AA i~ K 


47 


fnwm a a cva /a \ 


43 


IPl A A PVCA/A ATA A 


49 


AP KV AA T AAA T A 


50 


VAATAAATAPAP 


51 


TAAATAPAD DKF 


52 


ATAPAQCKFTVF 


53 


PAD D KFTVF- AA 


54 


□ KFTVFEAAFNK 


55 


TVFEAAFN KAIK 


55 


EAAFNKAIKE5T 


57 


FN KAJ KESTGG A 


53 


AIKESTGGAYDT 


59 


ESTGGAYDTYKC 


60 


GGAYDTYKCtPS 


61 


YDTYKCIPSLEA 


62 


YKCIPSLEAAVK 


63 


IPSLEAAVKQAY 


64 


LHAAVKOAYAAT 


65 


AVKQYAATYAA 


66 


QAYAATVAAAPQ 


67 


AA7VAAAFCVKY 


ea 


VAAAPGVKYAVF 


69 


APQVKYAVFEAA 


70 


VKYAVFEAALTX 


71 


AVFHAALTXAI7 


72 


EAALTKA 1TAM S 


73 


LTKAiTAiMSE/Q 


74 


AITAMSEVGKVS 


75 


AMSEVGKVSQPA 


75 


EVGKVSCPATGA 


77 


KVSGPATGAA7V 


73 


GP ATGAATVAAG 


79 


TGAATv' AAGAAT 


30 


ATVAAGAATTAA 


81 


AAGAATTAAGAA 


32 


AAT7AAGAASGA 


S3 


TAAGAASGAATV 


34 


GAA$GAAT\/AAG 


as 


SGAA7VAAGGYX 


36 


GAA7VAAGGYKV 



(SEQ ID NO 44) 
< SEQ ID NO 45) 
(SEQ ID NO 46; 
(SEQ ID NO 47) 
.(SEQ ID NO 48) 
I SEQ ID NO 49) 
(SEQ ID NO 50) 
(SEQ ID NO 51) 
(SEQ ID NO 52) 
(SEQ ID NO 53) 
(SEQ ID NO 54) 
(SEQ ID NO 55) 
tSEQ ID NO 56) 
(SEQ ID NO 57, 
(SEQ ID NO 58) 
(SEQ ID NO 59) 
(SEQ ID NO 60) 
(SEQ ID NO 61) 
(SEQ ID NO 62) 
(SEQ ID NO 63) 
f SEQ ID NO 64) 
(SEQ ID NO 65) 
(SEQ ID NO 66) 
■SEQ :d NO 5~- 
i SEQ ID NO 63 j 
(SEQ ID NO 69) 
i SEQ ID NO 70) 
(SEQ ID N'O 7i.i 
tSEQ ID NO 72) 
(SEQ ID NO 73) 
(SEQ ID NO 74 j 
(SEQ ID NO 75 i 
i SEQ ID NO 76) 
(SEQ ID NO 7") 
• SEQ ID NO 78) 
'SEQ ID NO 79) 
i SEQ ID NO 80) 
iSEO ID NO 81 ) 
i SEO ID NO 32) 
(SEO ID NO 33 i 
(SEQ ID NO 8-, 
(SEO ID NO 85) 
(SEQ ID NO 86 } 



Please amend the paragraph on page 31, lines 35 through page 32, lines 7 as 
follows: 

Fragment 1: 
Phi p 5b sense: 



?hl p 5b sense 



' -^ATGGATC^ATCGAGGGAAGGGGGGAGGGGGGGTAGGGG-B ' (SEQ ID NO 94) 



M^I an: is ens e : 

5 ' -GAACO^I^^GCCGCAGGGACGCTGGC-3 ' (SEQ ID NO 95) 
Fragment 2 : 
M?l sense : 

5 ' -GC GCTAGC GTTCAAGACCTTCGAG-3 1 (SEQ ID NO 96) 
Fhl p 5b antiisense: 

5 ' -ATAT AAGCTT TCGTCTGAAGGAAGGCAACCC-3 ' (SEQ ID NO 97) 



Please amend the paragraph on page 32, lines 30-38 as follows: 

The point mutant rPhl p 5b PM1 was prepared in analogy with PM2. It contains, 

as the result of a PCR error, an additional point mutation: N^-> D. 

In order to clone this point mutant, the entire cDNA for rPhl p 5b in vector pGS13 

was amplified in a PCR using the following primers. 
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